The genetic diversity of C. albicans oral isolates from 75 healthy schoolchildren from eight schools located in different geographic areas of Piracicaba city, São Paulo state, Brazil, was established using isoenzymes marker (Multilocus Enzyme Electrophoresis -MLEE) and cluster analysis. Patterns of monoclonal and polyclonal oral colonization by C. albicans within and between groups of schoolchildren were identified.
INTRODUCTION
tropicalis, C. krusei and C. parapsilosis (33) . The detection of yeasts in the mouth of healthy individuals can also oscillate depending on collection technique, age and race of the subject, and methodology utilized to quantify and qualify the hostparasite interaction (64) .
The interest in acquiring a better understanding of the pathogenesis and epidemiology of infections caused by C.
albicans has led to numerous studies which have employed molecular methods such as RAPD, REA, Ca3 fingerprinting and electrophoretic karyotyping (15, 23, 30, 32, 40, 42, 49, 55-59, 65, 74) . Multilocus Enzyme Electrophoresis (MLEE) has been considered the gold standard method for population genetics in microorganisms (7), with high discriminatory power and reproducibility (7, 9, 11, 34, 42, 66) . Its electrophoretic patterns are often predictable, since they depend on the genetic and nuclear conditions of each organism.
In this context, different interpretation criteria were used for haploid or diploid organisms (11, 21, 34, 63) . Based on these criteria, the allelic composition has been determined from a group consisting of ten to thirty metabolic enzymes, considered representative of the total genome (7). The results obtained by 
MATERIALS AND METHODS

Yeasts
The study involved seventy-five 
Multilocus Enzyme Electrophoresis (MLEE)
Yeast cultures and enzyme extraction procedures were accomplished according to methodologies previously described (10, 11 0.9 as very good fit, 0.8 ≤ r jk < 0.9 as good fit, 0.7 ≤ r jk < 0.8 as poor fit, and r jk < 0.7 as very poor fit. All of these analyses were carried out using the program NTSYS-pc 2.1 (11, 46, 65) .
RESULTS
Genetic interpretation of the MLEE patterns
The genetic interpretation of MLEE patterns allowed the identification of strains (Electrophoretic Types -ETs) and it showed intrinsic genetic characteristics for each C. albicans population (Table 3) These data provide evidence of the high genetic diversity of C.
Population of Schoolchildren
albicans strains in populations of healthy schoolchildren, which can be geographically widespread. Nevertheless, it also suggests the existence of strains selected and better adapted than others, to the oral cavities of those healthy schoolchildren. In this study, the genetic relationships between C. albicans oral strains was successfully explained using Nei's distance d ij (36) and UPGMA dendrogram (18, 65, 66) , according to the Ca3 fingerprinting has shown that a single cluster of genetically related infection-causing C. albicans isolates usually predominates in a given patient population in a given geographic location (23, 40, (56) (57) (58) (59) , and that the genetic distance among isolates from different regions exceeds that among isolates from same region, indicating regional specificity of C. albicans (40, 57) . Such regional specificity could be caused by independent clonal evolution within individual regions of sets of ancestral strains common to all regions (55 (17) . These analyses showed the overall genetic diversity at the CEF3 locus slightly higher in group A than in the pooled groups B and C, and also the exclusivity of some genotypes for each group or the coexistence of the majority of genotypes between the groups, suggesting that the ability to undergo increased mucosal proliferation in non-healthy individuals is a widespread biological property, common to most C. albicans genotypes (i.e., all commensal strains have the ability to develop as pathogens). This fact was consistent with other studies that have addressed the relationship between genotypes and commensalism or pathogenicity in C. albicans (6, 31, 73, 74) .
In order to test the possibility that genetically distinct C.
albicans strains are associated with oropharyngeal colonization of HIV + individuals, oral isolates from HIV + patients visiting three clinics in South Africa and control isolates from healthy individuals (healthy black and white South Africans) were analyzed using DNA fingerprinting with the complex probe Ca3 and cluster analysis (6) . In addition, the groups identified in these cluster analyses were compared to the three groups of 
